ABSTRACT We report here the draft genome sequences of 10 Yersinia pseudotuberculosis isolates recovered from tonsils of wild boars hunted between 2015 and 2016 in Germany. Whole-genome sequencing and bioinformatic analyses were performed to assess the diversity of Y. pseudotuberculosis, which may result in human infections caused by the consumption of game meat.
Further bioinformatic analyses revealed the presence of mobile genetic elements (i.e., prophages and plasmids), which may be involved in the genome plasticity of the isolates (10) (11) (12) . Further studies on the biotype, serotype, virulence gene content, and phylogenetic relationship of the isolates are necessary to assess the diversity and pathogenic potential of Y. pseudotuberculosis in wild boars in Germany. Accession number(s). The whole-genome sequences of the isolates reported here have been deposited in GenBank under the accession numbers given in Table 1 .
